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ScienceDirectThe overarching ambition of kinetic metabolic modeling is to
capture the dynamic behavior of metabolism to such an extent
that systems and synthetic biology strategies can reliably be
tested in silico. The lack of kinetic data hampers the
development of kinetic models, and most of the current models
use ad hoc reduced stoichiometry or oversimplified kinetic rate
expressions, which may limit their predictive strength. There is
a need to introduce the community-level standards that will
organize and accelerate the future developments in this area.
We introduce here a set of requirements that will ensure the
model quality, we examine the current kinetic models with
respect to these requirements, and we propose a general
workflow for constructing models that satisfy these
requirements.
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Introduction
Mathematical modeling is an essential tool for understand-
ing and explaining complex behavior and properties of
living organisms. In recent years, the prevalent frameworks
for modeling metabolic pathways were constraint-based
approaches that make use of network stoichiometry to
characterize the intracellular fluxes at steady state [1–3].
While proving their utility in studies of cellular physiology
and metabolic engineering [4,5], the stoichiometric models
lack information about metabolic regulation and enzyme
kinetics. Therefore, these static descriptions cannot be
used for predicting the complex dynamic responses to
environmental and genetic perturbations, or, for example,
for studying dynamic transitions of the metabolism [6,7] or
oscillatory phenomena [8].Current Opinion in Biotechnology 2015, 36:146–153 Kinetic models couple dynamics of metabolic concentra-
tions and fluxes to enzyme concentrations and they allow
us to take into consideration regulation at the enzyme and
post-translational level [9]. Although the potential of ki-
netic models compared to their stoichiometric counterparts
is promising, it comes at a price. Kinetic models are
typically built in a bottom-up manner, wherein for each
reaction a kinetic rate expression along with corresponding
parameter values is required. This results in model struc-
tures with large number of parameters. Due to the absence
of experimental assays that could provide the required
extent of measurements for the rigorous parameterization
of these models, researchers incorporate the needed infor-
mation from different sources: (i) literature; (ii) databases
such as Brenda [10]; or (iii) they perform experimental
measurements themselves [11,12,13]. Whenever the
model parameters are not experimentally measured,
parametric estimation methods [14] or Monte Carlo meth-
ods are used [15,16–19]. In the latter, the parameters are
characterized within well-defined bounds that are consis-
tent with the studied conditions and physicochemical laws.
The available experimental values of kinetic parameters
are often uncertain due to measurement and estimation
errors, and variations stemming from different experimen-
tal conditions and set-ups [20]. As a consequence, many
existing kinetic models are of a limited scope, often with ad
hoc stoichiometry, they cover one or a few metabolic path-
ways, and frequently they neglect the whole network
dynamics as observed in [9,21].
Recent efforts have been made toward building genome-
scale kinetic models [6,15,17,22–25]. In the quest for
models with a large-scale or genome-scale scope, one
must ensure that the increased size and scope is attained
without sacrificing the consistency with physicochemical
laws and the necessary mechanistic details. As the activity
in kinetic modeling is expected to grow intensively in the
coming years, there is a need for establishing community-
level standards. The objective of this paper is to review
the current state of kinetic modeling and propose a set of
requirements that every kinetic model should satisfy. We
expect that standardized kinetic models will facilitate
future community efforts in model building where knowl-
edge from different sources and research groups is incor-
porated as advocated in [9].
Issues in building kinetic models
When building kinetic models we are given a set of
observations and we seek to identify the set of kineticwww.sciencedirect.com
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abolic kinetic models we usually start with a set of
metabolic fluxes and concentrations, and we assume
that the stoichiometry and the thermodynamic proper-
ties of the reactions in the metabolic network are known.
The basic problem then is to identify kinetic model(s)
that consistently describe the experimental observa-
tions. We discuss here the main issues in building
kinetic models.
Uncertainty
Uncertainty is recognized in the literature as the main
challenge in kinetic modeling of biological systems
[9,16,20–22,26,27]. The dynamic behavior of metabolism
is a result of complex interactions of metabolite concen-
trations, through kinetics and thermodynamics, and un-
certainty in these interactions propagate to the structure
and parameters of the kinetic models.
 Uncertainty in kinetic properties of enzymes
We can distinguish two types of uncertainty in kinetic
properties of enzymes: (i) structural uncertainty is
associated with the missing information concerning
kinetic mechanisms; (ii) quantitative uncertainty refers to
the inconsistency about the values of kinetic param-
eters in the data [16].
While the databases that collect and organize the
information about kinetic parameters are growing in
size [10,28], the available kinetic data are not
standardized, and the reported values of kinetic
parameters often range within several orders of
magnitude. Furthermore, factors that impact the values
of kinetic parameters such as temperature or pH are
frequently not reported. An additional question is if the
values of the kinetic parameters that are quantified in
vitro and for each enzyme separately can represent well
the behavior of a multitude of enzymes interacting in a
crowded in vivo environment [11,22]
 Uncertainty in metabolic fluxes
Despite the availability of abundant fluxomics data, the
complex topology of metabolic networks prohibits
determination of the exact values and directionality of
intracellular metabolic fluxes [29,30]. This translates
into the existence of multiple alternative flux profiles
that are consistent with the measured data but with
uncertainty in determining a unique flux profile.
 Uncertainty in metabolite concentration levels and
thermodynamic properties
The introduction of thermodynamics-based constraints
in the context of flux balance analysis allows integration
of metabolomics data through coupling of the direc-
tionality of fluxes with metabolite concentrations
[17,29–31]. The thermodynamic properties of many
reactions are not measured, instead, they are estimated
using group contribution methods [32]. These estimates
contain both measurement and estimation errors and
together with uncertainties in metabolite concentrationwww.sciencedirect.com measurements they can affect the conclusions about
cellular physiology.
Size and content of metabolic networks
As the main purpose of the models is the understanding of
system-wide properties, we need large models in order to
capture the interactions determining the behavior of the
system as a whole. The size of a model introduces a trade-
off between the accuracy of the models that comes from
the description of all possible and important interactions
and the number of unknown and uncertain parameters.
There are issues to be considered when large-scale and
genome-scale kinetic models are constructed.
 Large number of unknown parameters, sloppiness and
overfitting
As the size of the metabolic network increases, the
portion of available kinetic parameters is rapidly
decreasing. Consequently, a large number of param-
eters have to be quantified using parameter estimation
techniques [14]. However, due to a large number of
parameters, the uncertainty in available data, and the
intrinsic sloppiness of parametric models in systems
biology [33,34] it is impossible to compute unique
parameter values. When the number of parameters is
large relative to the number of observations, the
obtained models tend to describe measurement errors
rather than functional relationships within the modeled
process (overfitting). As a result, poor predictions are
obtained when these models are validated against
independent data sets.
 Issues with parameter estimation methods
Parameter estimation methods use optimization pro-
cedures to obtain the values of parameters. Depending
on the underlying formulation, network structure and
employed optimization technique parameter estima-
tion might become computationally intractable for
large metabolic networks [35].
 Issues with Monte Carlo methods
In Monte Carlo methods, the admissible parameter
space is constrained with physicochemical and ther-
modynamic laws along with the constraints obtained
from available measurements, and then a population of
alternative parameter sets is drawn from such a reduced
solution space [15,16–19,23,25,36]. Sampling of such
space is a computationally daunting task for large
metabolic networks. Another important challenge is
that an efficient sampling necessitates well-defined
bounds on kinetic parameters such as Michaelis
constants, and these bounds are rarely known. To
address these issues a new tailor-made formulation and
a new sampling technique were proposed [22].
 Stiffness of metabolism dynamics
Large-scale and genome-scale kinetic models of
metabolism are stiff systems of ordinary differential
equations (ODE) since they span over metabolic
reactions with a wide range of rate dynamics. TheCurrent Opinion in Biotechnology 2015, 36:146–153
148 Pathwaystiffness of these systems and the intrinsic nonlinea-
rities of the kinetic rate expressions will require
advanced computational tools for robust simulation
of these models [37].
Standard requirements in kinetic modeling
The structure and the complexity of a kinetic model
should be adjusted to the modeling goal, to the charac-
teristics of the organism and to the physiological condi-
tions of the system under study. However, there is a set of
conditions that a kinetic model must follow in order to
preserve most of the prior knowledge about biochemistry
and cellular physiology.
Consistent pathway/network stoichiometry
The lack of knowledge about kinetic parameters and the
difficulties in parameter estimation for large-scale net-
works have led to kinetic models that are constrained to
few pathways, often with low level of detail both in
stoichiometry and in kinetics. As discussed in [38], by
disregarding certain parts of the highly interconnected
network of metabolism one potentially neglects dynamics
that is crucial for the behavior of the whole system.
Moreover, ignoring so-called ‘small metabolites’ has im-
portant consequences on modeling conclusions, as dem-
onstrated by the example of phosphate [39,40]. Thus,
while balancing the trade-off between model complexity
and its predictive capabilities the elemental and charge
balance must be preserved irrespective of the model size.
One of the most important questions in metabolic model-
ing, and especially in building kinetic models of metabo-
lism, is how the model size impacts its quality. While
small models might have provided some insights [41], the
bias introduced by the ad hoc choice of model topology
and size can always contaminate the results and limit their
predictive strength as well as the reliability of the con-
clusions. Physiologically relevant kinetic models should
be built on a scaffold of context specific stoichiometric
models with the same stoichiometric detail and consis-
tency.
A critical quality check for a kinetic model is how well it
represents the stoichiometric model it has used as a
scaffold and how well it accounts for those parts of the
stoichiometric models that the modeler has chosen to
omit from the stoichiometric description. Most of the
current kinetic models use the stoichiometry without
accounting consistently for the many reactions around
the pathways of interest [38,42–44]. One could argue
that such models simulate the dynamics of mutant organ-
isms with the knockouts of the reactions omitted from
their model.
Researchers should consider an elementally and charge
balanced stoichiometry that focuses on the studied
metabolic pathway(s), and that is consistent with theCurrent Opinion in Biotechnology 2015, 36:146–153 genome-scale metabolic reconstruction (GEM) it was
derived from. Along this direction, our group has devel-
oped an algorithm capable of generating consistently
reduced stoichiometric models from GEMs [unpublished
work].
Metabolic pathways of eukaryotic cells involve reactions
within and between more than one compartment. Al-
though researchers are tempted to neglect compartments,
it was shown that removal of compartment information
had significant effects on energy-related pathways due to
disruption of concentration gradients between compart-
ments [45,46].
Consistency with physicochemical laws and
experimental data
Kinetic models have to be consistent with the observed
flux and metabolite measurements. While the consistency
with stoichiometric models will guarantee elemental bal-
ance, we must ensure the thermodynamic consistency of
the integrated metabolomics data. In this way, model
uncertainty is reduced and reaction directionalities that
are not consistent with the observed physiology are dis-
carded [29]. Respecting the conservation of the physico-
chemical laws is also critical for the performance of the
models. Palsson and Lee have demonstrated that neglect-
ing electro-neutrality and osmotic balances for the case of
a red blood cell model can lead to erroneous interpreta-
tion of the studied physiology [47].
Appropriate kinetic descriptions and regulation
The purpose of the model, its complexity, and prior
knowledge and experience of the researchers determine
the choice of kinetic rate laws, and the mechanistic
regulatory details. Simplified rate expressions are more
frequently encountered as they require fewer parameters.
However, kinetic models with oversimplified rate laws
and neglected allosteric regulations can have limited
predictive capabilities [41,48]. We have recently shown
for a specific concentration and flux profile in aerobically
grown Escherichia coli, if all reactions are modeled with the
mass-action kinetics that does not account for the enzyme
saturation, it is hardly possible to find parameters that can
describe that physiology. However, when we considered
kinetic models with detailed mechanistic rate laws we
found a large population of models that could describe the
observed physiology [15]. These studies suggest that
the foremost requirement is to use kinetic rate laws that
are able to model enzyme saturations. The second im-
portant consideration is to model regulation at the en-
zyme level whenever possible [11,41].
Analyses of a large class of biological nonlinear systems
have shown that the system behavior is determined by
only a reduced set of parameters, which depends on the
particular state of the system. Therefore, one can model
in detail only the kinetics of reactions that determine thewww.sciencedirect.com
Requirements for kinetic modeling of metabolic pathways Miskovic et al. 149system behavior and use simple approximate kinetic laws
for the remaining reactions [6,9]. While this idea is
appealing, we have to know in advance which reactions
are important for a particular physiological condition.
Therefore, we suggest using an efficient method to gen-
erate a representative class of nonlinear models, next
perform such dynamic model reduction, and then gener-
ate a larger population of reduced models, which can be
kinetic models with stoichiometric, flux-balanced, sub-
systems.
Such kinetic models that couple kinetic and stoichiomet-
ric models have appeared recently [25]. However, they
are based on rather strong and potentially misleading
assumptions because they use an ad hoc reduction of
the kinetic scale without prior knowledge about the
steady-state and dynamic properties of the modeled
system. As we discussed earlier, one must first construct
a detailed mechanistic model, show that some parts of the
model operate near steady state (quasi-steady state), and
then to model these parts by stoichiometry only. There-
fore, hybrid models that combine subsystems of kinetic
models with subsystems of stoichiometric models should
be used with caution and must follow a rigorous model
reduction procedure.
Kinetic models of metabolism
Current scope and consistency in kinetic models
The majority of kinetic modeling studies are focused on
Saccharomyces cerevisiae [6,8,11,13,17,25,49,50] and E. coli
[7,15,19,23,36,38,51,52,53–56], and models for otherTable 1
Summary of the recent studies in kinetic modeling
Ad hoc
selection
Systematically
derived
Consistent
reduced
Pathway
coverage
Glycolysis [8]y, [11]y,
[12]pf, [13]y,
[18]ll, [34]ll,
[39]ll, [39]sp,
[42]zm, [54]e
Glycolysis +
PPP/TCA
[7]e, [19]e,
[25]y, [25]e,
[40]tb, [50]y,
[50]CHO, [51]e,
[52]e, [53]e,
[55]e, [56]e,
[57]ca, [58]hc
Specific
pathway
[34]ll, [38]e,
[42]zm, [43]pk,
[44]bs, [49]y
Broader
scope
[59]hc [6]y, [17]y,
[15]e, [23]e,
[36]e
[15]e, [17
* Only for eukaryotic cells.
e: E. coli; y: Yeast; bs: B. subtilis; pf: P. falciparum; pk: P. knowlesi; zm: Z. m
CHO: Chinese hamster ovary cells; hc: human cells.
www.sciencedirect.com organisms have appeared (Bacillus subtilis [44], Plasmodi-
um falciparum [12], Plasmodium knowlesi [43], Zymomonas
mobilis [42], Lactococcus lactis [18,34,39], Streptococcus pyo-
genes [39], Clostridium acetobutylicum [57], Trypanosoma
brucei [40], CHO cells [50], human cell [58,59]). Most
of these models are focused around glycolysis
[8,11,12,13,39,42] or in combination with either pentose
phosphate pathway and/or citric acid cycle [7,25,40,51,
52,53,55–57] (Table 1). Some models are focused
around a specific pathway of interest, for example
Entner–Doudoroff pathway [42], phospholipid [43] or
riboflavin [44] synthesis, and only a few models have a
broader scope [6,15,17,23,36,59] (Table 1). In most
cases, the reactions and the topology of the metabolic
networks are selected ad hoc. Only in few cases kinetic
models are derived systematically from reference models
[6,15,17,23,36], and a subset of these are consistent
with the properties of the original models [15,17]
(Table 1).
There are attempts to reduce complexity either by
combining kinetic and stoichiometric models [25,43],
or by considering the concentrations of co-factors and
small molecules such as CO2 and phosphate as constant
in the rate expressions [54,58]. In some studies these
molecules are completely overlooked in kinetic descrip-
tions [50,52,57]. Another attempt for complexity re-
duction in eukaryotes is by neglecting the reactions and
species across and within compartments. Indeed, only
few of the models [17,40,58,59] used to study eukaryote
organisms include compartments for the differentModel topology
ly Accounts for small molecules Includes compartments*
Yes No Yes No
[39]ll, [39]sp [8]y, [11]y,
[12]pf, [13]y,
[18]ll, [34]ll,
[42]zm, [54]e
[8]y, [11]y,
[12]pf, [13]y
[58]hc [7]e, [19]e,
[25]y, [25]e,
[40]tb, [50]y,
[50]CHO, [51]e,
[52]e, [53]e,
[55]e, [56]e,
[57]ca
[40]tb, [50]y,
[50]CHO,
[58]hc
[25]y
[34]ll, [38]e,
[42]zm, [43]pk,
[44]bs, [49]y
[43]pk, [49]y
]y [6]y, [15]e,
[17]y
[23]e, [36]e [17]y, [59]hc [6]y
obilis; ll: L. lactis; sp: S. pyogenes; ca: C. acetobutylicum; tb: T. brucei;
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plexity at the cost of elemental balances and thermody-
namic consistency, and only a few kinetic modeling
approaches provide thermodynamically consistent models
[6,15,17,23,36,59].
Methods for determining the experimentally unavailable
parameters
Parameter values that are not available from experimen-
tal measurements  have to be provided in the rate
expressions. Many parameter estimation methodologies
have been developed to address this problem ranging
from the straightforward identification used in the ten-
dency modeling approach [37] to the sophisticated Co-
operative Enhanced Scatter Search (CeSS), which is a
tailor-made development for parameter estimation of
large scale models [60]. Typically these techniques
perform sensitivity analysis [7,56] using time-series da-
ta, and they are adapted to overcome difficulties related
with the absence of observations and large number of
parameters [49,51].
An alternative to parameter estimation techniques is
Monte Carlo kinetic modeling. These techniques can
handle uncertainties by generating alternative sets of
parameters that can describe the observations [15,
16–19,23,25,36]. Moreover, these approaches have the
potential to generate models scalable to the genome-
scale size with a judiciously constrained solution space
and with an adequate formulation of parameter sam-
pling. What is critical in developing efficient Monte
Carlo kinetic modeling methods is the sequence of
integration of data coming from different sources. From
our experience in developing the ORACLE framework
[15,16,17] it is important to first include thermody-
namics and to integrate the metabolomics data that
constrains the concentrations independently of kinet-
ics. Another important aspect is to reformulate the
original problem of sampling kinetic parameters into
an equivalent problem of sampling enzyme saturations.
This way, it is possible to draw samples from the
well-bounded space of enzyme saturations and then
to back-calculate the corresponding values of kinetic
parameters.
A general workflow for building kinetic models
From the above-discussed specifications for kinetic mod-
els and taking into consideration the features of the
currently existing methods, we propose here the essential
steps that a procedure for generation of consistent large-
scale and genome-scale kinetic models should follow
(Figure 1).
Define the scope of the model and the level of details
The scope of the model and how detailed it will be should
depend primarily on the purpose of the model. At this
step, the modeler should decide about the extent ofCurrent Opinion in Biotechnology 2015, 36:146–153 modeled metabolic pathways. For instance, a model
can describe a set of reactions, a pathway such as glycol-
ysis or amino-acid synthesis, a subsystem such as mito-
chondrial pathways or a whole metabolic network. The
level of details will depend on the phenomenon to be
studied. For instance, a detailed large-scale kinetic model
is necessary when studying potential targets for metabolic
engineering interventions. In contrast, to analyze certain
process conditions it is likely that a simple, coarsely
grained model would do the job.
Define stoichiometry
Based on the decisions made in the previous step and on
the GEM of the studied organism we define the network
structure of the model following the requirements we
outlined in Section ‘Consistent pathway/network stoichi-
ometry’ in this article.
Assign kinetic mechanisms and parameterize models
For each of the reactions within the model structure we
assign kinetic rate expressions as recommended in Sec-
tion ‘Appropriate kinetic descriptions and regulation’.
With this and the previous step the model structure is
determined.
Input data
In this step we input the available experimental data. The
exact way of incorporating the data will depend on the
modeling approach. As discussed previously, the se-
quence of data incorporation might play significant role
on the performance of the modeling approach.
Determine parameters
With the quantitative and structural information obtained
in the previous steps we determine the parameters. The
computational methods used for the parameter identifi-
cation will depend on the available experimental data as
well as on the type of network structure of the model and
rate expressions used for the reactions.
Consistency tests
The consistency of the obtained model(s) with respect to
the experimental observations, physicochemical laws,
and expert knowledge should be tested (see Section
‘Consistency with physicochemical laws and experimen-
tal data’). The consistency of the models can be ensured
by the way a modeling approach handles the data inte-
gration at every stage of model development. An addi-
tional test is to verify the local stability around the
reference steady state. The model(s) that do not pass
the consistency tests should be rejected.
Systems biology design and analysis
We use the kinetic model(s) that satisfy requirements
defined in Section Standard requirements in kinetic
modeling for the purpose they were built.www.sciencedirect.com
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Figure 1
• Elemental balance
• Charge balance
• Context specific
• Consistent
Mechanisms:
• Mass action
• Michaelis-Menten
• Reversible Hill
• Convenience, ...
Models:
• Log-linear
• Nonlinear
• BST, ...
Known parameters:
• Databases
• Literature
• Experiments
Unknown parameters:
• Parameter estimation
methods
• Monte Carlo methods
• Thermodynamics
• Observed data
• Stability, ...
• Metabolomics
• Fluxomics
• Expression data, ...
• Reaction
• Pathways
• Subsystems
• Network
• Dynamic simulations
• Metabolic Control
Analysis
• Global sensitivity
analysis
• Hypothesis testing, ...
Systems biology
design & analysis
Check
consistency
Determine
parameters
Structural input Quantitative input
Assign kinetic mechanisms &
parameterize models
input
data
Define
stoichiometry
Define scope
& level of details
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The critical steps of the procedure for generating consistent large-scale and genome-scale kinetic models. Depending on the modeling approach
some steps will be repeated iteratively until the requirements presented in Section ‘Standard Requirements in Kinetic Modeling’ are met.Conclusions
The ultimate goal of kinetic modeling is to procure the
models of such a scope and level of details that metabolic
engineering and synthetic biology designs and hypothe-
ses can reliably be tested firstly in silico. Though the
required quality of kinetic models is hard to achieve for
every system and study, the efforts in this area have
engendered a few promising methodologies that are
closing this gap.
The principal challenges in developing large-scale to
genome-scale kinetic models remain the uncertainty
and the complexity that increase with the size of the
networks. There is a clear need for computational toolswww.sciencedirect.com that will model the uncertainty and that will analyze and
reduce the uncertainty propagation in the system. Rec-
ognizing this we have recently proposed an approach for
characterization and reduction of uncertainty propagation
that makes use of the ORACLE framework and machine
learning classification techniques [unpublished work].
With this approach, we demonstrate that information
about the parameters of a few key enzymes is enough
to capture a physiological state, while the values of kinetic
parameters in most of the enzymes can vary in a broad
range. This is an important finding as it will allow reduc-
ing the space of kinetic parameters significantly, and
therefore it will enable more comprehensive analyses
of the metabolic networks.Current Opinion in Biotechnology 2015, 36:146–153
152 PathwayWe expect that the proposed set of requirements for
building kinetic models will streamline the future efforts
and accelerate developments in this area in terms of
modularity and portability of models between research
groups.
Acknowledgements
M.T. and G.F. were supported by the Ecole Polytechnique Fe´de´rale de
Lausanne (EPFL) and the ERASYNBIO1-016 SynPath Project funded
through ERASynBio Initiative for the robust development of Synthetic
Biology. L.M. and V.H. were supported by the Ecole Polytechnique
Fe´de´rale de Lausanne (EPFL), and the RTD grants MalarX and BattleX
within SystemsX.ch, the Swiss Initiative for Systems Biology evaluated by
the Swiss National Science Foundation.
References and recommended reading
Papers of particular interest, published within the period of review,
have been highlighted as:
 of special interest
 of outstanding interest
1. Thiele I, Swainston N, Fleming RMT, Hoppe A, Sahoo S,
Aurich MK, Haraldsdottir H, Mo ML, Rolfsson O, Stobbe MD et al.:
A community-driven global reconstruction of human
metabolism. Nat Biotechnol 2013, 31:419.
2. Osterlund T, Nookaew I, Bordel S, Nielsen J: Mapping condition-
dependent regulation of metabolism in yeast through
genome-scale modeling. BMC Syst Biol 2013:7.
3. Henry CS, DeJongh M, Best AA, Frybarger PM, Linsay B,
Stevens RL: High-throughput generation, optimization and
analysis of genome-scale metabolic models. Nat Biotechnol
2010, 28 977-U922.
4. Borodina I, Kildegaard KR, Jensen NB, Blicher TH, Maury J,
Sherstyk S, Schneider K, Lamosa P, Herrgard MJ, Rosenstand I
et al.: Establishing a synthetic pathway for high-level
production of 3-hydroxypropionic acid in Saccharomyces
cerevisiae via beta-alanine. Metab Eng 2015, 27:57-64.
5. Dash S, Mueller TJ, Venkataramanan KP, Papoutsakis ET,
Maranas CD: Capturing the response of Clostridium
acetobutylicum to chemical stressors using a regulated
genome-scale metabolic model. Biotechnol Biofuels 2014:7.
6.

Stanford NJ, Lubitz T, Smallbone K, Klipp E, Mendes P,
Liebermeister W: Systematic construction of kinetic models
from genome-scale metabolic networks. PloS ONE 2013.
A general framework for constructing genome-scale kinetic models with a
numerous examples of kinetic phenomena of metabolism.
7. Di Maggio J, Paulo C, Estrada V, Perotti N, Ricci JCD, Diaz MS:
Parameter estimation in kinetic models for large scale
biotechnological systems with advanced mathematical
programming techniques. Biochem Eng J 2014, 83:104-115.
8. du Preez FB, van Niekerk DD, Kooi B, Rohwer JM, Snoep JL: From
steady-state to synchronized yeast glycolytic oscillations. I:
Model construction. FEBS J 2012, 279:2810-2822.
9. Kerkhoven EJ, Lahtvee P-J, Nielsen J: Applications of
computational modeling in metabolic engineering of yeast.
FEMS Yeast Res 2014, 15:1-13.
10. Schomburg I, Chang A, Placzek S, Sohngen C, Rother M, Lang M,
Munaretto C, Ulas S, Stelzer M, Grote A et al.: BRENDA in 2013:
integrated reactions, kinetic data, enzyme function data,
improved disease classification: new options and contents in
BRENDA. Nucleic Acids Res 2013, 41:D764-D772.
11. van Eunen K, Kiewiet JA, Westerhoff HV, Bakker BM: Testing
biochemistry revisited: how in vivo metabolism can be
understood from in vitro enzyme kinetics. PLoS Comput Biol
2012:8.
12.

Penkler G, du Toit F, Adams W, Rautenbach M, Palm DC, van
Niekerk DD, Snoep JL: Construction and validation of a detailedCurrent Opinion in Biotechnology 2015, 36:146–153 kinetic model of glycolysis in Plasmodium falciparum. FEBS J
2015, 282:1481-1511.
The first detailed kinetic model for glucose metabolism in P. falciparum,
constructed using measured kinetic parameters, that provides accurate
predictions of the steady-state metabolic fluxes and metabolite concen-
trations.
13. Smallbone K, Messiha HL, Carroll KM, Winder CL, Malys N,
Dunn WB, Murabito E, Swainston N, Dada JO, Khan F et al.: A
model of yeast glycolysis based on a consistent kinetic
characterisation of all its enzymes. FEBS Lett 2013,
587:2832-2841.
14. Almquist J, Cvijovic M, Hatzimanikatis V, Nielsen J, Jirstrand M:
Kinetic models in industrial biotechnology – improving cell
factory performance. Metab Eng 2014, 24:38-60.
15.

Chakrabarti A, Miskovic L, Soh KC, Hatzimanikatis V: Towards
kinetic modeling of genome-scale metabolic networks
without sacrificing stoichiometric, thermodynamic and
physiological constraints. Biotechnol J 2013, 8 1043-U1105.
A rigorous study of the effects of the choice of rate laws on the feasible
ranges of metabolic fluxes and metabolite concentrations. The authors
have shown that models with mechanistic rate laws that include enzyme
saturation terms allow for extended feasible ranges of metabolic fluxes
and metabolite concentrations compared to the models with mass action
kinetics.
16. Miskovic L, Hatzimanikatis V: Production of biofuels and
biochemicals: in need of an ORACLE. Trends Biotechnol 2010,
28:391-397.
17. Soh KS, Miskovic L, Hatzimanikatis V: From network models to
network responses: integration of thermodynamic and kinetic
properties of yeast genome-scale metabolic networks. FEMS
Yeast Res 2012, 12:129-143.
18. Murabito E, Verma M, Bekker M, Bellomo D, Westerhoff HV,
Teusink B, Steuer R: Monte–Carlo modeling of the central
carbon metabolism of Lactococcus lactis: insights into
metabolic regulation. PLOS ONE 2014, 9:e106453.
19. Lee Y, Rivera JGL, Liao JC: Ensemble modeling for robustness
analysis in engineering non-native metabolic pathways. Metab
Eng 2014, 25:63-71.
20. Wang L, Birol I, Hatzimanikatis V: Metabolic control analysis
under uncertainty: framework development and case studies.
Biophys J 2004, 87:3750-3763.
21. dos Santos FB, de Vos WM, Teusink B: Towards metagenome-
scale models for industrial applications—the case of lactic
acid bacteria. Curr Opin Biotechnol 2013, 24:200-206.
22. Miskovic L, Hatzimanikatis V: Modelling of uncertainties in
biochemical reactions. Biotechnol Bioeng 2011, 108:413-423.
23. Khodayari A, Zomorrodi AR, Liao JC, Maranas CD: A kinetic
model of Escherichia coli core metabolism satisfying multiple
sets of mutant flux data. Metab Eng 2014, 25:50-62.
24. Smallbone K, Simeonidis E, Swainston N, Mendes P: Towards a
genome-scale kinetic model of cellular metabolism. BMC Syst
Biol 2010, 4:6.
25. Chowdhury A, Zomorrodi AR, Maranas CD: k-OptForce:
integrating kinetics with flux balance analysis for strain
design. PLoS Comput Biol 2014, 10:e1003487.
26. Wang L, Hatzimanikatis V: Metabolic engineering under
uncertainty—II: Analysis of yeast metabolism. Metab Eng 2006,
8:142-159.
27. Wang L, Hatzimanikatis V: Metabolic engineering under
uncertainty. I: Framework development. Metab Eng 2006,
8:133-141.
28. Wittig U, Kania R, Golebiewski M, Rey M, Shi L, Jong L, Algaa E,
Weidemann A, Sauer-Danzwith H, Mir S et al.: SABIO-RK-
database for biochemical reaction kinetics. Nucleic Acids Res
2012, 40:D790-D796.
29. Soh KS, Hatzimanikatis V: Constraining the flux space using
thermodynamics and integration of metabolomics data.
Methods Mol Biol 2014, 1191:49-63.www.sciencedirect.com
Requirements for kinetic modeling of metabolic pathways Miskovic et al. 15330. Soh KS, Hatzimanikatis V: Network thermodynamics in the
post-genomic era. Curr Opin Microbiol 2010, 13:350-357.
31. Henry CS, Broadbelt LJ, Hatzimanikatis V: Thermodynamics-
based metabolic flux analysis. Biophys J 2007, 92:1792-1805.
32. Jankowski MD, Henry CS, Broadbelt LJ, Hatzimanikatis V: Group
contribution method for thermodynamic analysis of complex
metabolic networks. Biophys J 2008, 95:1487-1499.
33. Gutenkunst RN, Waterfall JJ, Casey FP, Brown KS, Myers CR,
Sethna JP: Universally sloppy parameter sensitivities in
systems biology models. PLoS Comput Biol 2007, 3:1871-1878.
34. Costa RS, Hartmann A, Gaspar P, Neves AR, Vinga S: An
extended dynamic model of Lactococcus lactis metabolism
for mannitol and 2,3-butanediol production. Mol BioSyst 2014,
10:628-639.
35. Guillen-Gosalbez G, Miro A, Alves R, Sorribas A, Jimenez L:
Identification of regulatory structure and kinetic parameters
of biochemical networks via mixed-integer dynamic
optimization. BMC Syst Biol 2013, 7:113.
36. Khodayari A, Chowdhury A, Maranas CD: Succinate
overproduction: a case study of computational strain design
using a comprehensive Escherichia coli kinetic model. Front
Bioeng Biotechnol 2014:2.
37. Smallbone K, Mendes P: Large-scale metabolic models: from
reconstruction to differential equations. Ind Biotechnol 2013,
9:179-184.
38.

Weaver LJ, Sousa MM, Wang G, Baidoo E, Petzold CJ,
Keasling JD: A kinetic-based approach to understanding
heterologous mevalonate pathway function in E. coli.
Biotechnol Bioeng 2015, 112:111-119.
A study of mevalonate pathway in E. coli, where it was demonstrated that
the interactions between a pathway and the rest of the metabolic network
cannot be overlooked.
39. Levering J, Musters MW, Bekker M, Bellomo D, Fiedler T, de
Vos WM, Hugenholtz J, Kreikemeyer B, Kummer U, Teusink B:
Role of phosphate in the central metabolism of two lactic acid
bacteria – a comparative systems biology approach. FEBS J
2012, 279:1274-1290.
40. Kerkhoven EJ, Achcar F, Alibu VP, Burchmore RJ, Gilbert IH,
Trybilo M, Driessen NN, Gilbert D, Breitling R, Bakker BM et al.:
Handling uncertainty in dynamic models: the pentose phosphate
pathway in Trypanosoma brucei. PLOS Comput Biol 2013:9.
41. Link H, Christodoulou D, Sauer U: Advancing metabolic models
with kinetic information. Curr Opin Biotechnol 2014, 29:8-14.
42. Rutkis R, Kalnenieks U, Stalidzans E, Fell DA: Kinetic modeling of
Zymomonas mobilis Entner–Doudoroff pathway: insights into
control and functionality. Microbiology 2013. mic-0.
43. Sen P, Vial HJ, Radulescu O: Kinetic modelling of phospholipid
synthesis in Plasmodium knowlesi unravels crucial steps and
relative importance of multiple pathways. BMC Syst Biol 2013,
7:123.
44. Birkenmeier M, Neumann S, Roeder T: Kinetic modeling of
riboflavin biosynthesis in Bacillus subtilis under production
conditions. Biotechnol Lett 2014, 36:919-928.
45. Wahrheit J, Nicolae A, Heinzle E: Eukaryotic metabolism:
measuring compartment fluxes. Biotechnol J 2011, 6:1071-1085.www.sciencedirect.com 46. Klitgord N, Segre´ D: The importance of compartmentalization in
metabolic flux models: yeast as an ecosystem of organelles.
Genome Inform 2010, 22:41-55.
47. Palsson BO, Lee ID: Model complexity has a significant effect
on the numerical value and interpretation of metabolic
sensitivity coefficients. J Theor Biol 1993, 161:299-315.
48. Bakker BM, van Eunen K, Jeneson JAL, van Riel NAW,
Bruggeman FJ, Teusink B: Systems biology from micro-
organisms to human metabolic diseases: the role of detailed
kinetic models. Biochem Soc Trans 2010, 38:1294-1301.
49. Chou I-C, Voit EO: Estimation of dynamic flux profiles from
metabolic time series data. BMC Syst Biol 2012, 6:84.
50. Chen N, Koumpouras GC, Polizzi KM, Kontoravdi C: Genome-
based kinetic modeling of cytosolic glucose metabolism in
industrially relevant cell lines: Saccharomyces cerevisiae and
Chinese hamster ovary cells. Bioprocess Biosyst Eng 2012,
35:1023-1033.
51. Pontes Freitas Alberton K, Alberton AL, Di Maggio JA, Estrada VG,
Diaz MS, Secchi AR: Simultaneous parameters identifiability
and estimation of an E. coli metabolic network model. BioMed
Res Int 2015:2015.
52.

Link H, Kochanowski K, Sauer U: Systematic identification of
allosteric protein-metabolite interactions that control enzyme
activity in vivo. Nat Biotechnol 2013, 31:357-361.
Experimental and computational approach to discover allosteric protein–
metabolite interactions.
53. Matsuoka Y, Shimizu K: Catabolite regulation analysis of
Escherichia coli for acetate overflow mechanism and co-
consumption of multiple sugars based on systems biology
approach using computer simulation. J Biotechnol 2013,
168:155-173.
54. Cintolesi A, Clomburg JM, Rigou V, Zygourakis K, Gonzalez R:
Quantitative analysis of the fermentative metabolism of
glycerol in Escherichia coli. Biotechnol Bioeng 2012,
109:187-198.
55. Peskov K, Mogilevskaya E, Demin O: Kinetic modelling of central
carbon metabolism in Escherichia coli. FEBS J 2012, 279:
3374-3385.
56. Tohsato Y, Ikuta K, Shionoya A, Mazaki Y, Ito M: Parameter
optimization and sensitivity analysis for large kinetic models
using a real-coded genetic algorithm. Gene 2013, 518:84-90.
57. Raganati F, Procentese A, Olivieri G, Gotz P, Salatino P,
Marzocchella A: Kinetic study of butanol production from
various sugars by Clostridium acetobutylicum using a
dynamic model. Biochem Eng J 2015, 99:156-166.
58. Koenig M, Bulik S, Holzhutter H-G: Quantifying the contribution
of the liver to glucose homeostasis: a detailed kinetic model of
human hepatic glucose metabolism. PLoS Comput Biol 2012,
8:e1002577.
59. Khazaei T, McGuigan A, Mahadevan R: Ensemble modeling of
cancer metabolism. Front Physiol 2012:3.
60. Villaverde AF, Egea JA, Banga JR: A cooperative strategy for
parameter estimation in large scale systems biology models.
BMC Syst Biol 2012, 6:75.Current Opinion in Biotechnology 2015, 36:146–153
